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Figure S3. Binding affinity of CsrA Constructs and FliW to the hag transcript. Panel 
A-D, Top) RNA electrophoretic mobility shift assays were performed using the +1-100 
region of the hag transcript and the indicated amounts of CsrAWT-His6,CsrAN55D-strep, 
CsrAHetero(dimer), and FliW. “Free” indicates the position of the unbound probe (open trian-
gles). Panel A-D, Bottom) Calculated binding curves and Kd,apparent (Kd,app) values for each 
construct listed above. Kd,app values and standard deviation were calculated with at least 
three replicates. 


